M N/A 88 33 Four early-onset and four late-onset AD patients as well as 8 aged-and gender-matched non-dementia individuals were included in the study. For the sample ID the first number represent the blood sample and the second number represent the brain sample. Gender, age of onset and death, as well as the APOE alleles are showed in the table. Overview of the amount of DNA used to create each sample library and the amount of generated after capturing. This lead to an average 11 M reads, 8.8% duplication rate, and 657X coverage whereas 83% of the targeted genome were above 50X. The high DNA input generated high complexity libraries (ratio expected and observed molecules). *Libraries that failed quality control and were excluded from the study Droplet digital PCR (ddPCR) assays were used to test different steps in the library preparation and showed that the allelic imbalance arise during the capturing or during the amplification of the captured library. LOAD (late-onset AD). Sample ID according to Table S1 , chromosomal position is according to hg19. For the sequencing results the number of reads for reference (Ref) and alternative (Alt) allele is reported, as well as the alternative allele frequency (AAF) for the brain and the blood. Validation values are given as fractional abundance with 95% confidence intervals (CI). Total DNA and haploid copies are given. For both softwares names and predicted site sequence is given. The variant is marked in red. For JASPAR the strand, score and relative score is given, for PROMO dissimilarity and RE scores are given.
